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SSQUENCE I.XSTXN6 

<110> Bayer Healthcare AG 

<12 0> ^ Diagnostics and Therapeutics for Diseases Associated 
Acetylated Alpha- Linked Acidic Dipeptidase-Like 1 (NAALADASE-likel) 

<130> BHC 03. 01 003 



<210> 1 

<211> 2320. 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> xnisc^f eature 

<222> (315) . . (315) 

<223> nBa,c,g,t 

<400> 1 

gccaagagtc cgcaggabgc agtggacgaa ggtgttgggg ct:ggggctgg gggctgctgc 
cctcttgggg ctggggatca tcctcggcca ctttgccatc cccaaaaaag ccaactcact 
ggccccccag gacctggacc tggagatcct ggagaccgtc atggggcagc tggatgccca 
caggatccgg gagaacctca gagaactctc cagggagcca c&tcctggcct ccagccctcg 
ggatgaggac otggtgcagc tgctgctgca gcgctggaag gsLCCcagagt caggcctgga 
ctcggccgag gcctncacgt acgaagtgct gctgtccttc ectagccagg agcagcccaa 
cgtcgtggac atcgtgggcc ccactggggg catcatccac tcetgccacc ggactgagga 
gaacgtgacc . ggggagcaag gggggccaga tgtggtacaa ccctatgctg cctatgctcc 
ttctggaacc ccacagggcc tcctcgtcta tgccaaccgg ggrcgcggaag aagactttaa 
ggagctacag actcagggca tcaaacttga aggcaccatt gccctgactc gatatggggg 
tgtagggcgt ggggccaagg ctgbgaacgc tgccaagcac. gg-ggtagctg gggtgctggt 
gtacacagac cctgccgaca tcaacgatgg gctgagctca cccgacgaaa cctttcccaa 
ctcctggtac ctgcccccct caggagtgga gcgaggctcc tactacgagt attttgggga 
Gcctctgact ccctaccttc cagccgtccc ctcttccttc cgcgtggacc ttgccaatgt 
ctccggattt cccccaattc ctacacagcc cattggcttc cag-g-atgcaa gagacctgct 
ctgtaacctc aacggaactt tggccccagc cacctggcag ggagcactgg gctgccacta 
caggttgggt cccggcttcc ggcctgacgg agacttccca gcagacagcc aggtgaatgt 
gagcgtctac aaccgcctgg agctgaggaa ctcttccaac gtcctgggca tcatccgtgg 
ggctgtggag cctgatcgct acgtgctgta tgggaaccac cgagacagct gggtgcacgg 
ggctgtggac cccagcagtg gcaccgccgt cctcctggag ctctcccgtg tcctggggac 
cctgctgaag aagggcacct ggcgtcctcg cagatcaatc gtgtttgcga gctggggggc 
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tgaggagttt 
ggagcgcacg 
ggtgcagggg 
accaggccct 
cccggtgtac 
. cttcgttcac 
gacttcagcc 
caagtttttg 
gattctccgg 
act&cgcagc 
catcagcctg 
gggccaacgc 
caatgaccag 
acgctactac 
gctatccaat 
ggtccagaga 
gcctgtggct 
ttatatttiac 
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gggctcattg 
gtggcctaca 
acgccccctg 
ggcgacctga 
ggcctggtcc 
ttcctgggca 
aggatctacc 
gaeccgggct 
ctcagtgaca 
ttcctgcagg 
gggcctctgg 
atatcaacac 
ttgatgctct 
agccatgtgc 
gcctgctcca 
cagctcagca 
gacctctgac 
aaagtgcttt 



gctccacgga 
tcaacgtgga 
tccagagcgt 
gcafcctacga 
ccagcttggg 
tctcctccat 
ccaccbacca 
tcagcagcca 
gcttcttcct 
cagcccagca 
tgactgcagt 
tgcagaaggg 
tggaacggac 
tctgggcacc 
gggccaggga 
ttgtggtgac 
cccagccctc 
gtgtttttta 
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attcacagaa. 
catctcggt^ 
cgtcttctct 
caacbggatc 
ttctctgggt 
ggacattgcc 
cacagcctttn 
tcaggctgtsr 
gcccctcaaa. 
agate t tggg- 
ggagaagtttL 
cagccctgac 
cbttctgaac 
ttcgcacggg- 
cacagcttct: 
agccctggag 
ttiticttcagc 
aaagtctttt 



gagttcbtca 
tttgccaacg 
gcaaccaaag 
cggtacttca 
gctggcagcg 
tatacctatg 
gacacctttg 
gcccggacag 
gtcagbgact 
gccctgctgg 
gaggcagaag 
cccctgcagg 
cctagagcct 
ctccgliagtc 
ggatctgaag 
ggtgcggcag 
cctcccbtlia 



acaagcbgca 
ctacccttag 
agatccgctc 
accgcagcag 
actatgcacc 
accggagcaa 
actatgtgga 
cggggagtgt 
acagtgagac 
agcagcacag 
ctgcagcctt 
tccggatgct 
tcccagagga 
acattccggg 
cttgggctga 
ccaccctgag 
ctccggtgct 
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<210> 2 

<211> 740 

<212> PRT 

<213> Homo sapiens 



<220> 
<221> 
<222> 



MI SC^PEATURB 
(100) . . (100) 



<223> Xsany 



<400> 2 

Met Qla Trp Thr Lys Val Leu Gly I*eu Gly Leu Gly Ala Ala Ala Leu 

1 5 10 15 

Leu Gly Leu Gly He He Leu Gly His. Phe Ala He Pro Lys Lys Ala 

20 25 .30 

JLsn Ser Leu Ala Pro Gin Asp Leu Asp Leu Glu Xle Leu Glu Thr Val 

35 40 45 

Met Gly Gin Leu Asp Ala His Arg He Arg Glu Asn Leu Arg Glu Leu 

50 55 60 

Ser Arg Glu Pro His Leu Ala Ser Ser Pro Arg Asp Glu Asp Leu Val 
65 70 75 80 

Gin Leu Leu Leu Gin Arg Trp Lys Asp Pro Glu Ser Gly Leu Asp Ser 

85 90 95 

Ala Glu Ala Xaa Thr Tyr Glu Val Leu Leu Ser E>he Pro Ser Gin Glu 

100 105 110 

Gin Pro Asn Val Val Asp He Val Gly Pro Thr GXy Gly He He His 
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115 120 125 

Ser Cys His Arg Thr Glu Glu Asn Val Thr Gly Glu Gin Gly Gly Pro 

i30 135 . 140 

Asp -Val Val Gin Pro Tyr Ala Ala Tyr Ala Pro Ser Gly Thr Pro Gin 
145 150 3.55 160 

Gly Leu Leu Val Tyr Ala Asn JAjrg Gly Ala Glu Glu Asp Phe Lys Glu 

165 170 175 

Leu Gin Thr Gin Gly lie Lys I*eu Glu Gly Thr lie Ala Leu Thr Arg 

180 185 190 

Tyr Gly Gly Val Gly Arg Gly Ala Lys Ala Val Asn Ala Ala Lys His 

195 200 205 

Gly Val Ala Gly Val Leu Val Tyr Thr Asp Pro Ala Asp lie Asn Asp 

210 215 2?0 

Gly Leu Ser Ser Pro. Asp Glu Tlir Phe Pro Asn Ser Trp Tyr Leu Pro 
225 230 235 240 

Pro Ser Gly Val Glu Arg Gly Ser Tyr Tyr Glu Tyr Phe Gly Asp Pro 

245 250 255 

Leu Thr Pro Tyr Leu Pro Ala Val Pro Ser ' Ser Phe Arg Val Asp Leu 

260 265 270 

Ala Asn Val Ser Gly Phe Pro Pro .lie Pro Thr Gin Pro He Gly Phe 

275 280 285 

Gin Asp Ala Arg Asp Leu Leu Cya Asn Leu Asn Gly Thr Leu Ala Pro 

290 . 295 300 

Ala Thr Trp Gin Gly Ala Leu GXy Cys His Tyr Arg Leu Gly Pro Gly . 
305 310 315 320 

Phe Arg Pro Asp Gly Asp Phe Pro Ala Asp Ser Gin Val Asn Val Ser 

• 325 330 335 , 

Val Tyr Asn Arg Leu Glu Leu Arg Asn Ser Ser Asn Val Leu Gly He. 

340 345 350 

Xle Keg Gly Ala Val Glu Pro Asp Arg Tyr Val Leu Tyr Gly Asn His 

355 360 . 365 

Arg Asp Ser Trp Val His Gly Ala Val Asp. Pro Ser Ser Gly Thr Ala 

370 . 375 380 

Val Leu Leu Glu Leu Ser Arg VaX Leu Gly Thr Leu Leu Lys Lys Gly 
385 390 395 . 400 

Thr Trp 2lrg. Pro Arg Arg Ser Ila Val Phe Ala Ser Trp Gly Ala Glu 

405 410 415 

Glu Phe Gly Leu XI© Gly Ser Thr Glu Phe Thr Glu Glu Phe- Phe Asn 

420 425 430 

Lys Leu Gin Glu Arg Thr Val Alo. Tyr He Asn Val Asp He Ser Val 

435 440 445 

Phe Ala Asn Ala Thr Leu Arg VaX Gin Gly Thr Pro Pro Val Gin Ser 

450 455 460 

Val Val Phe Ser Ala Thr Lys Glu. He Arg Ser Pro Gly Pro Gly Asp 
465 470 475 480 
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lieu Ser lie Tyr Asp Asn Trp lie Arg Tyr Ptie Asa Arg Ser Ser Pro 
485 490 495 

■ Val Tyr. Gly lieu Val Pro Ser Leu Qly Ser Leu Gly Ala Gly Ser Asp 
50O 505 510 

Tyr Ala Pro Phe Val His Phe Leu Gly lie Ser Ser Met Asp lie Ala 

515 520 525 

Hyr Thr Tyr Asp Arg Ser Lys Thr Ser Ala Arg lie Tyr Pro Thr Tyr 

530 535 540 

His Thr Ala Phe Asp Thr Phe Asp Tyr Val Asp Lys Phe Leu- Asp Pro 
545 550 555 560 

Gly Phe Ser Ser His Gin Ala Val Ala Arg Thr Ala Gly Ser Val lie 

565 570 575 

Leu Arg Leu Ser ABp Ser Phe Phe Leu Pro Leu Lys Val Ser Asp Tyr 

580 585 590 

Ser Glu Thr Leu Axg Ser Phe Leu Gin Ala Ala Gin Gin Asp Leu Gly 

595 6Q0 605 

Ala Leu Leu Glu Gin His Ser He Ser Leu Gly. Pro Leu Val Thr Ala 

610 615 €20 

Val Glu Lys Phe Glu Ala Glu Ala Ala Ala Leu Gly Gin Arg He Ser 
625 630 635 640 

Thr Leu Gin Lys Gly Ser Pro Asp Pro Leu Gln,^Val Arg Met Leu Asn 

645 650 655 

Asp Gin Leu Met Leu Leu Glu Arg Thr Phe Leu Asn Pro Arg Ala Phe 

660 665 670 

Pro Glu Glu Arg Tyr Tyr Ser His Val Leu Tarp Ala Pro Ser His Gly 

675 680 685 

Leu Arg Ser His He Pro Gly Leu Ser Asn Ala Cys Ser Arg Ala Arg 

690 695 700 

Asp Thr Ala Ser GXy Ser Olu Ala Trp Ala Glu Val Gin Arg Gin Leu 
705 710 715 720 

• Ser He Val Val Tlir Ala Leu Glu Gly Ala Ala Ala Thr Leu Arg Pro 
725 730 735 

Val Ala Asp Leu 
740. 

<210> 3 
<211> 20 
<212> DNA 

<213> artificial sequence 



<220> 

<223> forward primer 



<400> 3 

ctggaaggac ccagagtcag 



20 
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<210> 4 

<211> 20 

<212> DKA. 

<213> artificial sequence 
<220> 

'<223> rever-se primer 

<400> 4 

. tagggaagga ca.gcagcact 20 

<210> 5 

.<211> 19 

<212> DN21 

<213> artl£dLclal sequence 
<220> 

<223> probe 

<400> 5 

ctggacbcgg ccgaggcct 



